Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.001 Å; disorder in main residue; R factor = 0.034; wR factor = 0.093; data-to-parameter ratio = 17.4. 
In the title hydrated salt, CH 6 N 3 + ÁC 4 H 5 O 6 À ÁH 2 O, the deprotonated carboxyl group is disordered over two positions with a site-occupancy ratio of 0.945 (3):0.055 (3). The bond lengths in the guanidinium cation are intermediate between normal C-N and C N bond lengths, indicating significant delocalization in this species. In the crystal structure, anions and water molecules are linked into sheets parallel to the ab plane by intermolecular O-HÁ Á ÁO hydrogen bonds. The linking of the anions and water molecules with the cations by intermolecular N-HÁ Á ÁO hydrogen bonds creates a three-dimensional network. Silva et al. (2007) . For bond-length data, see: Allen et al. (1987) . For the stability of the temperature controller used for the data collection, see: Cosier & Glazer (1986 Table 1 Hydrogen-bond geometry (Å , ). 
Related literature
Data collection: APEX2 (Bruker, 2005 ); cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 Guanidine, formed by the oxidation of guanine, is a strongly alkaline compound that can be used in the manufacturing of plastics and explosives. It is also the final product of the protein metabolism. Interest in this molecule spans many generations of chemists (Angyal & Warburton, 1951; Raczyńska et al., 2003; Yamada et al., 2009 ).
The asymmetric unit of the title salt ( Fig. 1) contains a guanidinium cation, a 3-carboxy-2,3-dihydroxypropanoate anion and a water molecule. A proton transfer from the carboxyl group of 3-carboxy-2,3-dihydroxypropanoic acid to atom N1 of guanidine resulted in the formation of ions. The deprotonated carboxyl group is disordered over two positions with a site-occupancy ratio of 0.945 (3) et al., 1987) . The bond lengths and angles are comparable to those found in closely related structures (Najafpour et al., 2007; Pereira Silva et al., 2007) .
The crystal structure is mainly stabilized by a network of O-H···O and N-H···O hydrogen bonds. In this network, the O atoms of anion and water molecule act as donors as well as acceptors. Each guanidinium-H atom participates in intermolecular hydrogen bonds. In the crystal structure (Fig. 2) , the anions and water molecules are linked into sheets parallel to the ab plane by intermolecular O2-H1O2···O5, O3-H1O3···O6, O4-H1O4···O1W, O1W-H1W1···O3 and O1W-H2W1···O1 hydrogen bonds (Table 1) . The anions and water molecules are further linked with the cations by intermolecular N1-H1N1···O1W, N1-H2N1···O6, N2-H1N2···O1, N2-H2N2···O4, N3-H1N3···O5, N3-H2N3···O1 and N3-H2N3···O3 hydrogen bonds (Table 1) , thus establishing a connection between these sheets to create a three-dimensional crystal structure.
Experimental
Tartaric acid (1 mol) was dissolved in THF (10 ml) in a round bottom flask. In a separating funnel, guanidine carbonate (1 mol), 99 % [H 2 NC(=NH)NH 2 ].2H 2 CO 3 , was dissolved in THF (10 ml) and three drops of concentrated HCl were added.
The guanidine solution then was added drop-wise to the flask of tartaric acid with stirring. The reactant mixture was left stirring for 3 h at room temperature. The colourless single crystals formed were washed with THF and dried at 353 K.
Refinement
Atom H1O2 was placed in a calculated position, with O-H = 0.82 Å and U iso = 1.5U eq (O), and was refined using a freely supplementary materials sup-2 Figures   Fig. 1 . The molecular structure of (I), showing 50% probability displacement ellipsoids for non-H atoms and the atom-numbering scheme. Open bonds indicate the minor disordered component. 
Special details
Experimental. The crystal was placed in the cold stream of an Oxford Cyrosystems Cobra open-flow nitrogen cryostat (Cosier & Glazer, 1986 ) operating at 100.0 (1)K.
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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